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hlyA. The O1 strains mentioned was isolated from clinical sample
and negative for ctxA, tcpA, tcpI. TcpI gene was detected in
2 non-O1/non-O139 strains with the absence of tcpA. A com-
bination of molecular ﬁngerprinting method had distinguished
the strains into 43 proﬁles with F value = 0.59 -0.95. The O1
strain mentioned was clustered in-between toxigenic O1/O139
and non-toxigenic, non-O1/non-O139 strains. As for the 2 non-
O1/non-O139 strains, one of them was related with O1 toxigenic
strains while another was genetically distinct from all strains.
Conclusion: The Malaysian strains isolated in this study were
very diverse. The results also revealed the virulence potential
of non-toxigenic, non-O1/non-O139 strains as the close relation-
ship between the strains and O1/O139 toxigenic strains were
developed and proved by the virulence proﬁle.
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Objectives: To assess the macrolide resistance, phenotype, and
genotypic characterization of Streptococcus pyogenes isolated
from Chinese children with pharyngitis.
Methods: Minimal inhibitory concentration with nine antibiotics
was determined on 188 isolates of S. pyogenes collected from
outpatients with pharyngitis in four children’s hospitals in differ-
ent regions of China in 2007. Minimal inhibitory concentrations
(MICs) of penicillin, chloramphenicol, cefradine, levoﬂoxacin,
macrolide (erythromycin, clarithromycin, azithromycin,), clin-
damycin, and tetracycline were determined by the microdilution
method. The macrolide resistant phenotypes of isolates were
determined through a double-disk. The resistant genes (mefA,
ermB, and ermA) were ampliﬁed by polymerase chain reaction
(PCR).
Results: Over 95% were resistant to macrolides, while 92.0%
were resistant to tetracycline. We also found that all isolates
were sensitive to penicillin, chloramphenicol, cefradine, and
levoﬂoxacin. Among the 173 erythromycin resistant strains, 171
(98.8%) were assigned to the cMLS phenotype, while the re-
maining 2 (1.2%) were assigned to the iMLS phenotype. Among
the 171 cMLS isolates, 168 isolates (98.2%) had the ermB gene
accounting for 98.2%. Meanwhile, 2 iMLS isolates had the ermA
gene. Macrolides were highly resistant to ermB positive strains
(MIC90 > 256μg/ml). Neither the M-phenotype nor themefA gene
was detected. Meanwhile, our studies of multiple centers showed
that consumption of macrolides from 2000 to 2006 was very high.
Conclusion: The ermB gene code is the main resistance mech-
anism against macrolides in S. pyogenes. The high rate of
macrolide resistance to S. pyogenes was observed, which may be
correlated with the overuse of antibiotics in China.
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Background: The increasing emergence of multiple-drug-resis-
tant (MDR), extensively drug-resistant (XDR), and RIF-depended
MDR-TB, emphasizes the need to investigate the mechanism of
drug resistance further. M. tuberculosis L-form is insensitive to
multiple drugs, and is often ignored in the clinic. In this study,
L-form and RIF-dependent M. tuberculosis were investigated in
clinical specimens at Lanzhou Pulmonary Hospital, and their
characteristics were analyzed preliminarily.
Methods: Clinical specimens were inoculated in BBL-MGIT Mid-
dlebrook 7H9 liquid and 92-3 TB-L liquid medium without RIF,
and Lowenstein-Jensen, 7H9 semi-solid, 7H9 hypertonic semi-
solid medium with or without RIF. The L-form and the RIF-
dependent M. tuberculosis were subjected to acid-fast staining.
Furthermore, the rpoB gene from RIF-dependent and the L-form
M. tuberculosis strains was sequenced.
Result: In 142 clinical samples, M. tuberculosis L-form bacte-
ria were detected in 13 cases. The average age was 57 years
old. Most of them had the history of tuberculosis or old lesions
by X-ray. RIF-dependent M. tuberculosis was detected in 5 of
142 cases. Sequencing of the rpoB gene revealed mutations in
codon 306 (GAT→GGT, Gly→Asp), 531 (TTG→TCG, Ser→Leu),
581 (ACT→ACC, Thr→Thr), 584 (TCC→TTC, Phe→Ser), and 832
(GCC→GCT, Ala→Ala).
Conclusion: RIF-dependent and L-form of M. tuberculosis are
present in clinical specimens. M. tuberculosis L-forms mostly
exist in the elderly which have a history of tuberculosis. The
RIF-dependent M. tuberculosis strains have multiple rpoB muta-
tions. The relationship of L-form to MDR-TB and RIF-dependent
TB needs to be further investigated.
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Background: Despite of the results in treatment of tuberculosis,
bacterial infections are the most often complications in the
patients with latent tuberculosis.
Aim: was to characterize the carriage of bacterial respiratory
tract pathogens in children with latent tuberculosis and to com-
pare these isolates with isolates gained from healthy carriers.
Methods: The isolates of H. inﬂuenzae (n=32), S. pneumoniae
(n=25), etc (n=23) were isolated from lab material of 80 patients
by the quantitative sputum culture method (greater than or
equal to 107/ml) in Far Eastern Pediatrics National Tuberculosis
Center (control group (11 strains of H. inﬂuenzae and 17 strains
of S. pneumoniae) was isolated from 40 healthy carrier children).
Antimicrobial resistance was checked by disk-diffusion method
and MIC. Multilocus sequence typing (MLST) was performed with
ﬁve loci such as adk, fucK, mdh, pgi, recA.
Results: H. inﬂuenzae was the most frequent microorganism in
nasopharyngeal tract in children with latent tuberculosis (40%).
These strains were resistant to rifampicin 22,5%, penicillin 40%,
erythromycin 82,5%, co-trimoxazole 59,37%. The antimicrobial
resistance pattern in healthy children was characterized as hav-
ing less resistance to penicillin (1 strain), and there were no
resistant strains to rifampicine. S. pneumoniae isolated in chil-
dren with tuberculosis was resistant to rifampicin in 2 cases from
25 strains (8%), and in 36% to macrolides. MLST showed that
there were 6 clonal complexes in H. inﬂuenzae isolates.
Conclusions: Our study conﬁrmed the signiﬁcance of study of
bacterial respiratory tract carriage and need to be continued for
to development preventive regimens for such group as children
with low immunity.
